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M184V and K103N mutations were being selected most
frequently by these drugs. The pattern of prevalence of
ARV-resistant HIV-1 variants was NRTI-resistant > NNRTI-
resistant > PI-resistant.
Conclusions: The prevalence of major drug resistance
mutations among HIV patients with detectable viral load
is high in Kelantan.
OL-005 In vitro expression and molecular level analysis
of HIV-1 vif and APOBEC3G/B/F
Y.-Z. Zhang1 *, X.-Y. Jiang1, Z.-Y. Wang1, H. Chen1,
H.-Z. Lu1,2. 1Shanghai Public Health Clinical Center, Fudan
University, Shanghai, 201508, China, 2Huashan Hospital,
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Background: HIV-1 virion infectivity factor (vif) inactivates
host cytidine deaminases hAPOBEC3G, hAPOBEC3B and
hAPOBEC3F during the viral life cycle.
Methods: Because of this critical role of vif, analyzing its
diversity and exploring its conserved regions is of primary
importance. In this study, we expressed vif and hA3G/B/F
in serum and PBMCs of HIV-1 infected individuals in vitro.
Result: A signiﬁcantly high level of polymorphism was
present in vif gene, and some general characteristics
were observed in corresponding amino acid sequences.
In addition, neutralization of the in vitro recombinant vif
protein reduced markedly to antibodies of blood from the
HIV-1 infected individuals. It was indicated that increased
levels of hA3G/B/F mRNA in HIV-1 infected individuals did
not contribute to the progression of disease in the late stage
of the viral disease. The results suggested that the diversity
of vif gene in HIV-1 strain from the Shanghai area, China
has unique characteristics.
Conclusion: There is a conserved region in vif as a reliable
drug target for further study. hA3G/B/F expression is
correlated with progression of HIV disease except in the
late stage of this viral disease.
The ﬁrst three authors’ contributions to this study were
equal.
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PL-002 Genetic characteristic of Enterovirus 71 and
Coxsackievirus A16 complete genome isolated
in Beijing, 2008
X. Yao1 *, Q.Y. Mao1, C. Zhou1, P. He1, X.F. Zhu2, W. Zhang3,
F.M. Lu2, Z.L. Liang1, F.X. Li1, J.Z. Wang1. 1National
institute for the control of Pharmaceutical and Biological
products, 2Beijing University Health Science Center,
3Beijing Center for Disease Control and Prevention, China
Background: Group A coxsackievirus type 16 (CA16) and
enterovirus type 71 (EV71) are the most commonly isolated
from HFMD cases. 1,155,603 cases were reported in China
mainland in 2009, in which severe disease were 14,214
and the fatal case were 354. Among these fatal patients,
children under 5 years of age was estimated 93.09%.
Researching and developing the EV71 vaccine is the only
way to control HFMD.
Methods: Viral complete sequence was obtained by RT-PCR
and 5′, 3′ rapid ampliﬁcation of cDNA ends (RACE). The
nucleotide identity between sequences was calculated and
sequence alignments were made to generate phylogenetic
trees using MegAlign in DNAStar. The complete genome was
cloned into pGEM-9zf( ) vector.
Result: 2 strains of EV71 (BJ08, R20) and 1 strain of
CA16 (BJCA08) from Beijing were cultured and isolated
in Vero cells. Viral RNA was detected by RT-PCR and
complete sequence was obtained from the 3 strains.
Phylogenetic analysis indicated that BJ08, R20 belonged
to C4 subtype and BJCA08 belong to C1 subtype. The
ampliﬁcation assay for the complete genome of EV71 was
preliminary established. The complete genome of 8 EV71
strains, including BJ08, R20 and 6 vaccine strains from
manufacturers, were obtained. Sequences analysis showed
that all 6 vaccine strains belong to C4 subtype. An infectious
cDNA clone of EV71 (BJ08) had been constructed. Further
studies on the EV71 cDNA clone was carried out in near
future, which may help us to study the relationship between
structure and function of EV71.
Conclusion: C4 subtype was predominated in epidemiology
of EV71 in China mainland. Compare with EV71, the data
of CA16 is much less and a few data indicated that B
subtype and C subtype co-circulate in China mainland. More
EV71/CA16 information of etiology and epidemiology are
needed for researching and development and quality control
EV71 vaccine.
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Background: EV71 is the commonest etiological agent
isolated from the HFMD patients. Little information is
available on the evolution of EV71 in mainland China and
genetic basis for different symptoms. No effective vaccines
against this virus are available.
Methods:
1. The phylogenetic tree of the 61 typical EV71 strains was
constructed. Whole nucleotide and amino acid sequences
of the Foshan308 (FJ194964), Shaoguan08 (FJ194965),
Zhej08 (EU864507) and Shzh03 (AY465356) resulting in
different clinical outcomes were comparably analyzed.
2. Transform P1-pGAPZa-A and 3CD-pGAPZa-A recombinant
plasmids into SMD1168 and get the recombinant
expression strain expressing P1 and 3CD proteins.
Visualize the VLPs by electronmicroscope. Animal
experiments were carried out to evaluate the immune
effect of EV71 VLPs vaccine.
Results:
1. Since 2002, a new C6 subgenotype has been formed.
2. Strains isolates in 2008 mutated in amino acid positions
91, 93, 94, 95, 96, 945, 1140, 1148, 1426, 1534, 1541,
1597, 1807, 1820, 1928, 2101, 2125, 2156 and 2158.
Special variants occurred in nucleotide positions 90,
187, 291, 385, 497, 601, 664, 681, 704, 705 at 5′ UTR
and 42, 56, 74 at 3′UTR, as well as amino acid positions
854, 891, 964, 1108, 1422, 1641, 1776, 1874, 1921, 1982,
1992 and 2173 in Foshan308 fatal strain.
3. P1-pGAPZa-A and 3CD-pGAPZa-A recombinant plasmids
were constructed and transformed into SMD1168
simultaneously. EV71 VLPs constructed and can elicit
immune response on animals.
Conclusions:
1. A new C6 subgenotype contributed to the EV71 large
outbreak in mainland China from 2007 to 2009.
2. Amino acid mutations of strains isolated in 2008 were
related to the large-scale outbreak in 2008. Special
mutations of Foshan308 were relevant to virulence.
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3. The EV71 VLPs vaccine was prepared successfully.
Further efforts are needed to optimize the immune
process and improve immunogenicity.
OL-007 Future treatment options for multidrug
resistant and nalidixic acid resistant typhoidal
Salmonellae
F. Kaleem1 *, J. Usman1, A. Hassan1. 1National University
of Sciences and Technology, AMC, Pakistan
Introduction: Antimicrobial resistance in Salmonella species
is of grave concern. The timely appropriate management
of typhoid fever can considerably reduce both morbidity
and mortality. Since late 1980s Salmonella typhi has
developed resistance simultaneously to all the drugs used
in ﬁrst line treatment (chloramphenicol, cotrimoxazole and
ampicillin) and are known as multidrug resistant (MDR).
Fluoroquinolones are widely regarded as the most effective
drugs for the treatment of typhoid fever. Unfortunately
there are reports of treatment failure with ﬂuoroquinolones
and nalidixic acid resistance (NAR) is a marker of reduced
susceptibility to ﬂuoroquinolones. Recently, azithromycin is
being used as an alternative agent, but sporadic reports of
resistance to these antibiotics are already being reported
and third generation cephalosporins, carbapenems and
tigecycline prove to be promising alternatives.
Materials and Methods: This descriptive study was carried
out in the Department of Microbiology, Army Medical
College, National University of Sciences and Technology,
Pakistan. All the specimens received with suspicion of
typhoid fever for blood culture were dealt with standard
microbiological procedures. Typhoidal salmonellae were
isolated and were subjected to the determination of
antimicrobial sensitivity. All MDR and NAR typhoidal
salmonellae were subjected to minimum inhibitory
concentration (MIC) testing of ceftriaxone, ceﬁxime,
meropenem and tigecycline using E-test method. MIC 50
and 90 were calculated.
Results: Among 54 MDR and NAR isolates all of the isolates
had MICs well within sensitive range for all the antibiotics
used. 28 isolates were Salmonella typhi and 26 were
Salmonella paratyphi A.
Conclusion: Among cephalosporins ceﬁxime is cost effective
as well has an advantage of oral dosing option, carbapenems
and tigecycline a new gylcylcycline have good in vitro
activity against MDR and NAR typhoidal salmonellae and
they can be used as last effective resorts against such
organisms where other options lag behind.
OL-008 The effects of JBP485 on expression and
function of Pept1 in indomethacin-induced
acute intestine injury in rats and damaged
Caco-2 cells
K.X. Liu1, W. Wang1 *, Q. Liu1, C.Y. Wang1, Q. Meng1,
J. Zhang1, X.J. Guo1, T. Kaku2. 1Department of Clinical
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Bankground: To investigate the changes in expression and
function of the intestinal oligopeptide transporter, Pept1,
in indomethacin-induced acute small intestine injury in rats
and damaged Caco-2 cells after treatment of JBP485 (a
dipeptide with anti-inﬂammatory action).
Methods: The effects of JBP485 on indomethacin-induced
intestinal histological changes, MDA levels and MPO activity,
inﬂammatory mediators release and cell LDH-release were
examined. Uptakes of Gly-sar were determined by in vivo
oral administration, in situ intestinal perfusions, in vitro
everted small intestinal sac preparations and RT-PCR and
Western blot studies for determing Pept1 mRNA and protein
were utilized.
Results:
1. JBP485 decreased in MDA concentration and MPO activity
signiﬁcantly, improved inﬂammatory characteristics in
histochemistry and attenuated cell damage induced by
indomethacin.
2. The uptake of Gly-Sar by Pept1 in indomethacin-induced
rats were signiﬁcantly decreased, whereas the Gly-Sar
concentration in plasma in JBP485 treated rats were
markedly higher than indomethacin-induced rats.
3. Indomethacin caused a signiﬁcant decrease in the
expression of pept1 mRNA and protein in the small
intestine. When compared with indomethacin-induced
rats and cells, levels of Pept1 mRNA and protein were
increased after administration of JBP485.
Conclusions: JBP485 improved acute intestinal inﬂamma-
tion condition and cells damage induced by indomethacin.
The mechanism is related to decrease the inﬂammatory
mediators release and improve the expression and function
of the intestinal oligopeptide transporter (Pept1). JBP485
might be a new therapeutic agent for acute intestinal
injury.
OL-009 Role of Giardia lamblia infection in the
pathogenesis of gastritis in patients with
dyspepsia in Upper Egypt
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Background: Giardia lamblia parasite is the most common
protozoal infection in human. Concomitant Helicobacter
pylori (H. pylori) and Giardia lamblia infection is common
for their similar mode of transmission and strong correlation
to socioeconomic levels. Only few reports had described
gastric giardiasis. Our aim was to detect H. pylori and
Giardia in gastric antral mucosal biopsies from patients
with dyspepsia. The impact of both pathogens on clinical,
endoscopic and histopathogical changes was studied.
Methods: 48 patients with dyspepsia (group1) and 28 control
patients (patients undergoing esophagogastroduodenoscopy
EGD for reasons other than dyspepsia), (group 2) were
studied. Endoscopic data were reported and gastric biopsy
specimens were obtained for subsequent PCR assay for
both organisms and for histopathological and electron
microscopic examination.
Results: Endoscopic antral gastritis and duodenal lesions
were found in both groups, however, they were signiﬁcantly
more frequently in group 1 (p = 0.002 and P= 0.0005
respectively). Esophageal lesions, nodular antral gastritis,
gastric ulcers and superﬁcial corpal gastritis were found
only in group 1.
PCR detected H. pylori infection in 58% Vs 64% for group 1
and group 2 respectively (P: NS). Giardia infection was
present in 67% Vs 42% for group 1 and group 2 respectively
(P= 0.0003, Odds ratio = 2.6). Co-infection with H. pylori
and Giardia was present in 33% of group 1 Vs 36% for group 2
(P: NS).
Abnormal histologic ﬁndings were found in both groups,
however, intestinal metaplasia was found in group 1 only.
Cellular abnormalities in the form of cytoplasmic vacuoles,
mitochondrial destruction or nuclear abnormalities were
found by Electron microscopic study in infected subjects of
both groups.
Conclusion: Giardia lamblia is an important pathogen in
patients with dyspepsia in Upper Egypt. Its contribution
might be a factor in the persistence of symptoms after
H. pylori eradication.
